Figure S1. g:GOSt multiquery diagram of pathways with differential response to diet.
GO:GOSt multiquery diagram summarizes results from RNA-seq. The Gene ontology molecular
function data source (GO:MF) was used to identify pathways based on molecular function in the
myocardial response to diet. The term name column shows the individual molecular functions; Term
ID; pagi (<0.05) —adjusted p-value for the association of the pathways with the differential response
to diet. Selected pathways in the diagram are those with the highest significance (pagj < 1€7?) in the
corresponding data source. The bar diagrams on right show the negative logarithm of the pag value.
The -logiopadj axis is shown at the top of the bar diagrams and signifies the molecular functions with
the strongest associations have smallest pagj values and their negative logs are the greatest-bar color
from dark green to yellow (16-0 -logio@adj).Some glucose-related molecular functions are highlighted

in blue.
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